Background b-adrenoceptor (b-AR) stimulation or inhibition is one of the main neurohumoral mechanisms which modulate cardiac function in physiological and pathophysiological states. Three b-AR subtypes -b 1 -AR, b 2 -AR, and b 3 -AR -have been identified in the heart. b 1 -and b 2 -ARs are the predominant b-ARs that regulate cardiac contractility, frequency, and rate of relaxation by stimulating the Gs-protein/adenylate cyclase/protein kinase A pathway [1, 2] . b 3 -AR preferentially couples to inhibitory G proteins (Gi) and induces negative inotropic effects [3] . b 3 -AR stimulation is also related to release of nitric oxide via activation of the endothelial NO-synthase in the heart [3, 4] . Stimulation of b-AR in cardiomyocytes activates adenyl cyclase (AC) that catalyzes cyclic adenosine-3',5' monophosphate (cAMP) formation, which in turn stimulates cAMP-dependent protein Kinase-A (PKA), resulting in phosphorylation of a series of regulatory proteins including sarcoendoplasmic reticulum Ca 2+ transport ATPase (SERCA), transcription factors, and L-type Ca 2+ channels. The b-ARs are the main regulator of cardiac hypertrophy, a potential predictor of heart disease [5] . Chronic stimulation or overexpression of b-AR induces cardiomyocyte hypertrophy, which can progress to heart failure [6, 7] .
MicroRNAs (miRNAs) are small, functional non-coding RNAs 18-25 nucleotides in length that post-transcriptionally regulate mRNA gene expression by acting on its 3'untranslated region (3'UTR). Accumulating evidence has demonstrated that miRNAs are involved in a variety of biological and pathological processes, including development, proliferation, differentiation, apoptosis, cell death, patterning of the nervous system, oncogenesis and drug resistance, cardiac remodeling and heart failure [8] [9] [10] [11] [12] [13] [14] [15] . A unique biological property of miRNAs is that one miRNA may repress hundreds of genes, and one mRNA can receive regulation from one to several miRNAs. Thus, miRNAs provide fine-tuning of gene regulation. Altered miRNA expression has been implicated in cellular development [16] , oncogenesis [17, 18] , and heart diseases [19] [20] [21] . Eva van Rooij et al reported that more than 12 miRNAs are up-or down-regulated in hypertrophied cardiac tissue in mice and a similar alteration is observed in failing human heart, implying the presence of similar miRNA-controlled hypertrophic mechanisms [20] . Tatsuguchi et al demonstrated that miR-21 and miR-18b are important regulators of cardiac hypertrophy in vivo and in vitro [22] . Notably, miRNAs are potentially involved in cardiac hypertrophy and play dual roles in regulation of cardiac hypertrophy. miR-1, miR-9, and miR-133 [15, 23] , termed anti-hypertrophic miRNAs, negatively regulate cardiac hypertrophy; in contrast, miR-23a, miR-195, miR-199a-5p, and miR208a [15, 20] , termed pro-hypertrophic miRNAs, positively regulate cardiac hypertrophy. miRNAs are emerging as important regulators of cardiac hypertrophy. In view of miRNA involvement in modulating cellular biological functions, we hypothesized that changes of b-AR function may alter miRNA expression profiles. This, in turn, may have implications for the functional performance of the b-AR signaling pathway.
Material and Methods

Hemodynamic measurements
Adult male Wistar rats, weighing between 200-250 g, were studied. The rats were treated with either isoproterenol (ISO; 1.0 mg/kg subcutaneous injection every 12 h for 24 h), or propranolol (PRO; 10 mg/kg/day intragastric administration once a day for 7 consecutive days); the corresponding control group of animals received an equivalent volume of physiological saline. Cardiac function was assessed with hemodynamic parameters measured through a pressure volume control unit (Scisense Inc., London, Ontario, Canada). The rats were anaesthetized with 1% sodium phenobarbital (40-60 mg/kg, i.p.) and the degree of anaesthesia was adjusted to the level where rats just started responding to toe pinch. A pressure-sensing catheter (1.9F, Scisense Inc.) was inserted and advanced in a retrograde direction via the right common carotid artery into the left ventricle. After stabilization for 10 min, the signals were continuously recorded. Measured parameters included heart rate, left ventricular end-systolic pressure (LVESP, mmHg), maximum rate of increase of left ventricular pressure (+dP/dtmax, mmHg/s), and maximum rate of reduction of left ventricular pressure (-dP/dtmax, mmHg/s). After the hemodynamic measurements had been obtained, the rats were sacrificed, their hearts removed promptly, washed in ice-cold 0.9% saline, and were then frozen in liquid nitrogen for later use. Animal experiments involved in this study were approved in advance by the Animal Ethics Committee of Harbin Medical University.
MiRNA microarray
For microRNA array analysis, TRIzol reagent (Invitrogen, CA, USA) was used to extract total RNA from left ventricles of rat hearts from control, ISO, and PRO groups. Hearts were removed from sacrificed rats and RNA samples from three animals in each group were pooled and used for miRNA expression analysis using miRCURY™ Array. Total RNA of 5 µg was labeled by miRCURY™ Array Labelling kit (Exiqon, DK) and hybridized with miRCURY™ Array microarray (Exiqon, DK). The hybridization signal intensities were detected with a GenePix ® 4000B microarray scanner (Molecular Devices, CA, USA), and were saved as TIF files. The images were analyzed by Genepix Pro 6.0 software (Axon Instruments, CA, USA), and the results saved in EXCEL files.
Real-time quantitative reverse transcription PCR
Total RNA was isolated from the left ventricle of experimental animals by using the mirVana miRNA Isolation Kit (Ambion Inc., Austin TX). The RNA sample was treated with RNase-free DNase prior to the reverse transcription step. Total RNA 0.5 µl was used for cDNA synthesis with MultiScribe™ Reverse Transcriptase (Applied Biosystem, Foster City, CA, USA) and microRNA-specific primers (Sangon Biotech, Shanghai, China). Real-time quantitative reverse transcription PCR (real-time qRT-PCR) was performed using special miRNA primers and SYBR® Green PCR Master Mix (Ambion Inc.), according to the manufacturer's protocol. All experiments were conducted in duplicate. DNA was amplified in ABI 7500 fast system (Applied Biosystem, Foster City, CA, USA), using the same cycling parameters as follows: 95°C for 10 min, followed by 40 cycles of a three-stage temperature profile of 95°C for 15 sec and 60°C for 15 sec, then 72°C for 30 sec. All real-time qRT-PCR analyses were carried out using the 2 delta-delta Ct variant (2 -∆∆CT ) method with the expression level of U6 as an 
Statistical analysis
All data are presented as mean ±SD. For relative miRNA expression, the mean value of the control group is defined as 1. Statistical comparisons were performed using the Student's t-test, with a value of p<0.05 considered significant.
results
Hemodynamic parameters are presented in Table 1 . ISO resulted in significant increase in left ventricular end-systolic pressure (LVESP), maximum rate of increase of left ventricular pressure (+dP/dt), and maximum rate of reduction of left ventricular pressure (-dP/dt), indicating its positive inotropic action on contractility. In contrast, PRO produced negative inotropic effects on cardiac contractility, as indicated by decreases in LVESP and +dP/dt, but changes Ctl -control; HR -heart rate; LVESP -left ventricular end-systolic pressure; +dP/dt -maximum rate of increase of left ventricular pressure; -dP/dt -maximum rate of reduction of left ventricular pressure. Numbers in brackets indicate number of rats in each group. * P<0.05 vs. Ctl. 
Upregulated miRNAs in PRO group
BR
were not statistically significant. Heart rates (HR) were not significantly altered by ISO or PRO.
We isolated total RNA samples from control, ISO-, and PROtreated rat hearts and performed miRNA microarray analysis using miRCURY™ Array microarray version 11.0, which included 349 mature rat miRNAs. We found that expression profiles were altered in both ISO-and PRO-treated rat hearts. Compared to the control group, 5 miRNAs were upregulated by >1.3-fold, and 28 downregulated by <30% in the PRO group; 43 miRNAs were upregulated by>1.3-fold and 9 were decreased by <30% in the ISO group (Table 2) .
To confirm microarray results, we performed real-time qRT-PCR (qPCR) to quantify the expression of 10 miRMAs randomly chosen from the pool of miRNAs whose expression was significantly altered, as revealed by microarray analysis. As anticipated, the qPCR results were in good agreement with the microarray data; all 10 miRNAs assayed demonstrated the same pattern of changes as with the microarray methods ( Figure 1 ).
Based on a previous report [24] , the top 26 abundant miRNAs in rat heart are miR-1, miR-133a/b, miR-26a/b, miR30a/b/c/d/e/a*/e*, miR-21, miR-24, miR-125a/b, miR-126, miR-126*, miR-23a/b, miR-16, miR-27a/b, miR-34a, miR-100, miR-29a/c, miR-99a, miR-191, miR-195, miR-212, miR-145, miR-22, miR-150, miR-320, miR-378, miR-494, and let-7a/b/c/d/e/f. In the present study, 11 of these cardiac-enriched miRNAs were found to have altered expression in the PRO and ISO groups, including miR-1, miR-21, miR-22, miR-24, miR-27b, miR-29a/c, miR-30c, miR-100, miR-212, miR-320, and let-7b/c/d/e. These were upregulated or downregulated in the PRO or ISO group. Out of these 11 miRNAs, 9 were observed in the ISO group; 2 were observed in the PRO group.
In the ISO group, 43 miRNAs were upregulated, while 9 were downregulated. In contrast, only 5 miRNAs were upregulated in the PRO group, whereas 28 miRNAs were downregulated.
In addition, 11 miRNAs were simultaneously altered in both ISO and PRO groups, out of which miR-10a was upregulated in the PRO group and downregulated in the ISO group. miR-30b-3p, miR-184, miR-204*, miR-212, miR-329, miR-338*, miR-340-5p, miR-382*, miR-466c, and miR-483 were downregulated in the PRO group, but were upregulated in the ISO group. discussion miRNA expression is tissue-specific and plays a significant role in many physiological and pathological processes. In the current study, we demonstrated that either activation or inhibition of the b-AR pathway can alter miRNA expression profiles; b-AR activation primarily upregulates miRNAs, whereas b-AR inhibition downregulates them. Such opposite expression profiles indicate that miRNAs might be involved in opposing effects between b-AR activation and inhibition; for example, the positive inotropic effects of b-AR activation as opposed to the negative inotropic effects of b-AR inhibition.
miRNAs are transcribed from their genes by RNA polymerase II (Pol II) [25, 26] , which binds to promoter regions for transcription in the presence of transcription factors (TFs). Numerous studies have shown that endogenous miRNAs expression is regulated by TFs [27] [28] [29] [30] . b-AR signaling mediates a variety of biological functions in the cardiovascular system, including heart rate [31] , cardiac contractility [32] , cardiomyocyte apoptosis [33] , and hypertrophy [34] . Importantly, TFs are potentially involved in performance of b-AR biological functions; for instance, b-adrenergic stimulation induces cardiac ankyrin repeat protein expression through activation of protein kinase A (PKA) and Ca
2+
/Calmodulin-Dependent Protein Kinase (CaMK) [35] ; cAMP-responsive element modulator (CREM) is important for contractile performance and response to b-AR stimulation in the heart [36] ; microphthalmia transcription factor (MITF) is essential for b-AR-induced cardiac hypertrophy [37] ; signal transducers and activators of transcription 3 (STAT3) regulates atrial natriuretic factor expression by b-AR stimulation in cardiomyocytes [38] ; and serum response factor (SRF) induces miR-1 expression [39] .
In the ISO group, 43 miRNAs were upregulated and 9 downregulated; in contrast, only 5 miRNAs were upregulated and 28 downregulated in the PRO group. These results indicate that b-AR stimulation mainly induces miRNAs upregulation, whereas b-AR inhibition results mainly in miRNAs downregulation. It is reasonable to speculate that ISO activates the b-AR signaling pathway, which results in activation of the corresponding TFs and other regulators, in turn inducing the corresponding miRNAs expression. In contrast, PRO induces negative regulation of miRNA expression, likely by inhibiting the b-AR signaling pathway. Interestingly, 11 miRNAs showed opposite expression trends between stimulation and suppression of b-AR signaling pathways in heart tissue. It is speculated that these opposite expressions of miRNAs participate in opposing effects between b-AR activation and inactivation in the heart.
Cardiac hypertrophy is a complex pathological process involving a number of cellular pathways and regulators. Recent studies have demonstrated that miRNA is potentially involved in the process of cardiac hypertrophy and miRNA expressions display very consistent profiles in different models of cardiac hypertrophy. b-AR stimulation is a common pathway for induction of cardiac hypertrophy, which can be a predictor for progression to heart failure [40, 41] . Recent studies have documented that the alterations in miRNA expression patterns occur in cardiac hypertrophy [20] [21] [22] [23] [24] 42] . For example, miR-21 upregulation was observed in hypertrophy-induced aberrant miRNA expression in five studies [20] [21] [22] [23] [24] 42] , miR-214 upregulation in three studies [20, 21, 42] , and miR-27b upregulation in two studies [20, 21] . Similar results were also observed in our study. We observed that 18 altered miRNAs in the PRO and ISO groups have been implicated in different models of hypertrophy, including miR-1 [42, 43] , miR-10a [42] , miR-15b [42] , miR-19b [22] , 20b [22] , miR-21 [20] [21] [22] 42] , miR-24 [20, 42] , miR-27b [20, 21, 42] , miR-29a/b/c [20, 21, 42] , miR30c [42] , miR-31 [42] , miR-184 [22] , miR-185 [21, 42] , miR199a-5p [20, 42] , miR-214 [20, 21, 42] , miR-221 [22, 42] , miR-222 [22, 42] , and let-7b/c/d* [42] . Among these dysregulated miRNAs, miR-24 [20] , miR-214 [20] , miR-199a-5p [20] , miR-30c [24] , miR-22 [24] and miR-212 [24] have been shown to produce pro-hypertrophic effects, while miR-1 [15, 42, 43] , miR-21 [21, 22] , and miR-27b [24] have antihypertrophic effects. Notably, ISO induced upregulation of the recognized anti-hypertrophic miRNAs miR-1, miR-21, and miR-27b, and also of the pro-hypertrophic miRNAs miR-22, miR-24, miR-199a-5p, miR-212, and miR-214; PRO induced upregulation of the pro-hypertrophic miR-NA miR-30c and downregulation of the pro-hypertrophic miRNA miR-212. These results indicate that miRNAs may be involved in the process of cardiomyocyte hypertrophy, which results from perturbations in the dynamic and delicate balance between prohypertrophic and antihypertrophic regulators, including miRNAs ( Figure 2 ). Upregulation of miR-199a-5p was also observed in b1AR-and b2AR-overexpressing mice hearts and rat neonatal cardiac myocytes treated with isoproterenol [44] . It plays a role in cardiomyocyte survival in hypoxic states by targeting hypoxia-inducible factor-1 alpha (Hif-1a) and Sirt1. This implies that miR-199a-5p is not only involved in cardiomyocyte survival, but also in cardiac hypertrophy. miRNAs are, at least in part, involved in b-adrenoceptor function.
conclusions miRNAs regulate a large number of genes by binding to the 3'UTR of their mRNAs, leading to degradation or translational repression of those targets, which serve a variety of biological functions. It can be speculated that the altered miRNAs induced by b-AR stimulation or inhibition participate in regulation of b-AR-mediated cardiac functions. With increasing numbers of miRNAs being identified, their roles in the b-AR signaling pathway remain to be elucidated. Our results indicate that miRNA may be an important component in the b-AR pathway in the rat heart, thereby providing a new target for modulating b-AR function.
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